fibres were scattered and failed to align in the equatorial region.
that mutant c-crystallins were reduced in amount and enriched in the insoluble fraction, suggesting that mutant ca-crystallins were misfolded and protein aggregates were formed. We found that the expression of genes involved in the unfolded protein response (UPR) pathways including BiP, CHOP and spliced variant of XBP-1 were all up-regulated significantly in E14.5 and 16.5 mutant lenses. Therefore, the mutant cA-crystallin appeared to trigger UPR and cell death in the fibre cells. The mutant cells lost their normal cell adhesion, failed to maintain the proper lens architecture, leading to cataract formation. How and when androgens control penis development and growth is unclear. We previously identified that androgen action within a 'male programming window' (MPW; e15.5-e18.5) is essential for normal penis development. We have extended this work to identify the molecular events triggered by androgen action within the MPW. We used microarrays to identify gene expression changes that may be critical for penis development. We used RNA from e17.5 genital tubercles (when males and females are broadly comparable) and made the following comparisons: Control males vs. Flutamideexposed males; Control males vs. Control females; Control females vs. Testosterone Propionate-exposed females; Flutamide-exposed males vs. Testosterone Propionate-exposed females. The idea was that identification of genes that changed reproducibly in expression in each of these comparisons would increase the chances of identifying genes with a fundamentally important role in mediating androgen programming of genital tubercle development. We identified nine genes which appeared in three or more of the above comparisons for further analysis. Initial Taqman analyses were carried out to confirm the microarray data before investigating protein expression data. We will present data on one of these genes and discuss the future directions of this work. This valuable material is intended for use primarily to study the expression of developmentally significant genes, particularly those implicated in birth defects and other inherited disorders.
However, the HDBR will consider provision of material for any human gene expression study, provided the project is well justified.
The HDBR can provide fresh, frozen or sectioned material. A significant proportion of the HDBR material is karyotyped and chromosomally normal material is routinely provided for research. In addition, karyotypically abnormal material can be provided on request.
The HDBR offers an in-house service for the analysis of gene expression at the RNA or protein levels. There is a charge for this service, to cover staff time and consumable costs. The HDBR also provides electronic images for publication and advice on interpretation of results. All data generated from HDBR-supported projects will in future be deposited in a public database.
This poster presents specimen data from recently completed HDBR studies. 
